SUPPLEMENTARY FIGURE 3. Alignment of the sequences of B. cereus AlkD and E. faecalis hypothetical protein EF3068. Alignments of full length proteins with identical residues coloured red. This alignment was used by SwissModel (7) to generate the B. cereus AlkD structure model. SUPPLEMENTARY FIGURE 4. Multiple sequence alignment of 10 AlkD homologs. The predicted secondary structure for B. cereus AlkD (AlkD) is given together with the sequences for AlkD homologs in E. faecalis (EF3068), Listeria monocytogenes (NP_465770), Streptococcus mutans (NP_720542), Chromobacterium violaceum (NP_899834), Porphyromonas gingivalis (NP_905432), Dictyostelium discoideum (XP_635637), Entamoeba histolytica (XP_654596), Bacillus clausii (YP_174925), Lactobacillus casei (ZP_00384857), and Enterococcus faecium (ZP_00604707). Columns containing conserved, possibly DNA binding Arg and Lys residues are marked with a green asterisk, while a black asterisk is used to mark the active site residues that were targeted by site-directed mutagenesis.
